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mm* 

[1**32] m?m^ : 2{C|B^CDT$ ;»iWtfe^Tl MXtt^M 

[S**£9 3 ft#£ 1 ~ 8 (D^-ftlP 1 ^JCiB^COSfe-T-Sr^Tf 

[11*3(1 0] ft^9lCfBig©^^^-lCj:y^^3tl7£:^±. 
[S**E 1 1 3 n&TS. 1 - 8 CD ^-f *13^ 1 ^JCgB^jft^iC 
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~^ [0 0 0 1] 
[0 0 0 2] 
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[0 0 0 3] 

V&aV/taz<Dft&&&m*6^<^fr<D&ttK&&LX&&?&* 
Snfel83 &g#t<DDNA UTJ?,ft3*l£ 0 &SIR3JIS617 ^ 

[0 0 0 4] 

KNQTTEDl ( KN1 ) Mfc^-t L X^-MZ tltt<D (Vollbrecht et al. 
, Nature 350 : 241 -243 , 1991) „ h^^UnS/COMCOmmit^ff^^ifi 

Knottedm mmtmmmiti. mmi^^x^B (knot) ©i^&^ssr^s 

Ztfr ^ Knotted £ V\3£fiitf-3fr feftfc. 

A j^ttSHStl, ^<o^CD*^^Jify^^ate : ?-* ? «^$*lfc (Ruberti et al. 
. EMBO J. 10: 1787-1791 , 1991) . 
[0 0 0 5] 

KftMznxztc mm, ms&mm&m 40 (s > : 1033-1042, 1995) . si 
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/' 

[0 0 0 6] 

ffi^&fcmz&mt^&tix^z* as, s-orosow-^cKs 

^V^il^^^^^WUSaH^^aSatlfc (Cell, vol.95, P 805-815, 19 
98) „ WUSCHEL g^tP«|B*ateS«»£Jlft-g ttSlgff §IM3%CDi£Sft^ffT- 
gfcv^, WUSCHEL gfe^-&iiiJ%3Sa-&fc^»«^Sfe<^ WUSCHEL &fc^g> 

[0 0 0 7] 
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[0 0 0 8] 

mmffiMK h j: e> t -r s 

[0 0 0 9] 

S/a^jf-^X^ ( Arabidopsis thaliana ) fc/B^TT Vt4 
t/ay&^yy (activation tagging) feffW • ^SSNMBfe^-TSg 

>«S?!IS^oSfigS3- F-tsate^&ws-rs.- 

[0 0 10] 

JLo^HfcfcWfr y > F* >f >*£B2?!I£&og&ltS:n- Fi"$fi^^a 

^iiA^^y^xi/, so^bicgifcy, **^F*>r >*aiie#j£^o^esc 

£rr- F* 5 Jtfi^ 
[0 0 11] 

@23*J#-£ : 4fCfa^©T$ /MB*!l&^rU MCWt>9, 
***F^>^Be?(f£#^g6JC£::3- FI-SJt^&fc&iTS. frftWltZ 
: 4£>y== ;»SJ!IK:fe^T, l~tt»«(Or5 7tt©f5fAl-^ 
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[0 0 12] 
[0 0 13] 
[0 0 14] 
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^<£>5*u many shoot ( msh ) ££f5fttfcg£Hflctt, h 

[0 0 15] 

■sh_SEH#0^S<?)iiCH £ & o T^SMSH gtfe^ £ •£*lK:#jSf -5 MSH cDNA 

fe. MSH cDNA(Z)=i- K««&S/n-f 5t^>C^* J n/Xlc3SAL/i»«r^3SS"e 

H38tffi*©iM h#>f->©W&icWfc&r*^$:^jSLfe B S&tc, MSH cD 

na & sgnr^m $ * fc n -r 5? xi-j&m&Mm-v j» n >r 5? ^ t it 

[0 0 16] 
[0 0 17] 

nm&&&&gm&s pcr jss^tjcj: y T*tefcgfln?j&<&. • ^em^wtt 
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a, x&^toBifrt, *hy>s?x>h&#T^A-f:/y^f:*T5££#T*g 

[0 0 18] 

^3-Kt§^r^5„ iWiKH 13U23lClEiS(9lB?!ICD 
mm<b±n- KKElC^bT, 25% JELL, #fAk£50%#_h, se>jC^*L<»75 

&if^e.ns?$ti5cDNA9>f^y- % ^vadna 9>f ^y-^Srfiem-rsr 

t0 0 1 9] 

, 50%#Jl, 60%J^±, #£b<ft70%#±Xte80%#±, «Att90%JK±©ffi 

cDNA*fc*i$VADNA bT, S/D>f 5?tXt^e>#S3 fctfT'^S 
[0 0 2 O] 
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[0 0 2 1] 

&SVHi££, »»**lfe75y«IIB^&J!r:*Sient:3-K^ < BDHA *ft 

^WWIta-KtfiDHi &M0WiCi:^^L, ?<Z>«*Jltff£>tifeDN 

HP^&fcSDNA Wtffc^jftU SMS1-*i«J:v^ 
[0 0 2 2] 

&Zm^T%. MSH ©ge^^Sltm, ffitt*»V>Tfc©£**&MSH 
£ lif £ S H a e <D3ft^^ £ * n - >>ffc^-§ » i: t» T*£ -5 . 

[0 0 2 3] 

i7.axi/x'Jt7 ( Escherichia) gK:g-r&ari&. «*tf*J*gf ( Escherichi 
acoH) . AisJUX (BacUJus) Mm&** Xzf*/JlsX ( Baci 

llus subtil is) &g^ffi(pte3-feffl^&r yifi-ps**, 
[0 0 2 4] 
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SSSfc}iMi^ffit^§ 0 Hfibttt^tf^^D^X ( Saccharo 
32££52*«tfk «*tf-*y*n5-fe:*. i2l^S/X ( Saccharoses cerevisi 
ae) SfeMifctT(i7X^b^;i/7 ( Aspergi 1 lus) m®#Mi 

s I^il7X/<;i/^^. ^y-ef ( Aspergillus oryzae ) , - 
#~ (Aspergi lias niger), ^r.>>y^i 3l ( Venicilliw) mffi.&®iifiMl j r i^fh.^ 

fch*©|»»*#ft/BSft, JlftBicttGOS mm. Verojf«, C H 
0tt > L ^ C127Hrft, BALB/c3T3*|fffc S P -2/0 d il 

[002 5] 

T&mZtlZ. ^fld&jctt, B&ffiffi, mXlfB^mm ( Spodoptera frugiperd 
a), ( Bowbyx morim *m\,\Z> T y 

[0 0 2 6] 

^^^-©ynt-^-tbTH ^ffi©^D*E-*-, M^. litre yn^E 
tac^a^-*-, lac ^nt-*-f P#M^"D^-^ 

, PH05:/n^-*- s adhit/n Pq k yn^-*-^tt«Sft, *^ 

mmzfU=E-*~£LTltM7lttT$^-^ trpC**«*«aft«. 

gfr4&IHl&£ bT&Simian Virus 40 ©early £j;tflateyn - s CM 

[0 0 2 7] 
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^>X7x7-t*IlM^0^n : E-^-, hsp80 yn^E-^-. U^D-X 

b h U^r-fe- h8fl*f£) . neo ®^ (G418 ffft) $0 ^fc£*fLTV*.5©£JB 
[0 0 2 8] 

ICfcyfr^ifctf^, me>CD^SliMX-iS. Current Protocols In Molecul 
ar Biology, John Wiley & Sons £L 1995*^ &CfBS£*VT 7£H&mftCD 

GST tx^i^^coHi^^ y^^^t. bT^±tf**C28JE$i±£:3iH^ 

, & r 7 - 7 1 - * n v h ^ ^ 7 -f - k <fc »J ^ icmm x* % z . 

[0 0 2 9) 

S>>X^^Ts £CD3ft£^&ffi&fc#AL#^S-fr$£fcT** *|&sfc;i/*e>K:J; 
£A3H»#CJ:oT%«fm£#KS^*4fc ffitf-tf^fcifJCJlSv^ 

[0 0 3 0] 
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tmmm 

t)s Molecular Cloning (Sambrook et al.„ 1989) lC^o£„ 

^J.±X± ( Arabidopsis thai i ana ) £/§^T7 ^-r^f^-^a 
[0 0 3 1] 

*&50,000<g©2/n>f 5?^X-^©*^?c*|ffl&CD#& (Akama et al., Plant 
Cell Rep., 12, 7, 1992) {C^lrK 7 ^- a > # afyfM^ # -pPCV 

ICEn4HPT (Hayashi et al.. Science, 258, pl350-1353, 1992) Sr/Sv^^H^ 
M&ff^fc. fcfc. PPCVICEn4HPTiCti^H 7^C7-^-!f^^^>r;i/X35SRNA3e'g 

[0 0 3 2] 

J|#£msh_ (many shoot) ■shJEJ|fl;j&^f& 
[0 0 3 3] 

A &§IK0^Sacr5#ySt/fc«, DNA &3f&|SfU T4»J UDNA ^>r©^ 
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£AyjfDM^£i>sh g£^Mftgg>-frV Aft-gT-DNA ODRiffht border (RB) 

l r ^ s f j uun ttk-Q. V ^ . 

CKORBICRgrrS^VADNA 5610b P ©£gI2#J£^ U #£*lfc3&«g#IlC 
■OV%TGENSCAN yjb^VXI* (http://CCR-081.mit.edu/GENSCAN.html) ^jft^ 

[0 0 3 4] 

mmms. msh cdna g>#&i 

, oligotex dT30 (0*DyS/a*t) £JB^T«HNA£*|«Lfc. 
, ^A^TZAPII cDNA^-f^ 1 ; h (Stratagene ft) &#v*T, Strata 

gene^ttDmm^^mz £ »J cDNA^ >f >r^ 'J - b £ B 3 *l ^msh ggS§|gJ| 

fltifctf tC»£S^n>f ^^X^OcDNA^-r U - ^H%^f2^#g>^lfeMSH & 

&J300,000 ^n->&X^y-n>^LT%jMSH_a^^cM01--5cDNAtt#e>tl 

■f, ^©r^k, l J ^S^^^-r3^^x^-^cfev^TMsfl_m^^^)^^i#m(c^ 

[0 0 3 5] 

— msh ^^^^^B&3fe«)cDNA^>ry^y-^j2O,00O^n->$:X^ y - — 
[0 0 3 6] 

Z\®n~ KigJft^fOlByjttMSH lfifC^nT£»; t M6teMSH jgfc^-tC%f 
/fcr*cDNA*e&6C:fc#«ELfc. cDNA<DttSKflI£t?lfrbfc*S*, MSH jgfc^ 
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TV^r fc^fc^ofc. MSHJ££^fcrr- KSjis^w^ftor^ 7 fit 

[0 0 3 7] 

**K*.-f >£BjBt0)ifre* WUSCHEL CD^JCffiHtt^^ofcOttOl 

1^— T^y»©SI^20%Je4T*efe^fc. ^n-^>y©i@5gT% MSH cD 

NA £ jft * ;f R * > p*g 86% , © ^1— ft CD & £ K#l * 3 cDNA * 

[0 0 3 8] 

£*f 0)J&*£5#feJSP#fbfc. A-f^U-/<^^-pBE2113GUS (Plant Cell Physi 
olo^y, 37, p49-59, 1996 , NIARiUA^) WRMUBmiHI /SacI &3I 

CJt^TGUSjt^fcBfeg, #fclHCMSH cDNA©a-Kfg«&^^>fV-#170(5 
' - GAAGATCTCATCATGTCCTCCTCAAAC-3' ) ( IB#f## : 5) £ >>" V - #1 72 (5 
' -CGGAGCTCTAAATAAGATAATAGATTGCGC-3' ) (S#f#H£ : 6) £JS^fcPCR T'*tl 
fSU -S-0«WM^BsiII/SacIT?«31LfeDNA tftffcffi*&A/£. rCDHflSKl 

^y, K^-j-y-^ #-ic#a$*x£msh cdna^u 7^9-^^ 

rcD^X^ K£pBE21131lSH£i&tfttfc B 
[0 0 3 9] 

pBE2113GTJSi:pBE2113MSH£: T A* x V ? A d >f 5? 
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pBE2113MSH7?^ft4gmS4xfc^^X«i^^ b ilA -ytoMmzttb h -ftt 

^^bfe>b;i/X%.^^$:^Lfc^ pBE2113MSHT?^ft«tfc3^lfe*^^ 
ti, pBE2113GUST-^^m$^lfe^;i/Xj:»;=fe;^^tC^#$:|i^Lfe D £ 
. ©EIC#^SJ|XTV^ 2 JifcdEHfillf^ (two-component system) <Dt>V- ■ tl^ 
^^^-iflf&SCKIl cDNA &je»^3S1-5S/n-f ^X^^I/* h 

[0 0 4 0] 

— pBE2113MSH$:T^nA^^y *AJ*JE$M8s£JI^T$/n >f S±X±<0 
£flfcfiffISlC©Al/ (Bechtold et al., C.K. Acad. Sci. Paris, Life Sciences, 31 
6, P1194-1199, 1993 , «WiWJ&X^S/ U -X4 , ^ JUU^m^ 

ub*-Ji, P109-H3, 1996) „ &fe*tfmA2tiftW£.Z-*jj-r^<<(i'>W& 

[0 0 4 1] 

££>*c, |g^M3 T*#e>4x£, MSH cDNA£*g|nI&gftfC£:2- K1-&M8 cDNA 
fen- KS*i*Seft©t»IBK:SLT*, MScDNA ten- K^ftSgSSfcGUS 

©m^* > a * *, n 5? -t-x+mmvrzi&m&SL'Z r * jc & o x«?#r l 

£ 9 M8 cDNA ©n- F^S:^^-r*e-#224 (5 ' — GCTCTAGAACAATGGCTTCTTCGA 
ATAGACAO-3' ) (@B#I## : 7 ) £ 75 -f "7 -#225 ( 5 ' — TCCCCCGGGCTGATCAGA 
TAGTACGAGGCTCC-3' ) (@B#f#-£ : 8) £M^TPCR tC*oTi»(S«, £TfiB&£ 
Xbal/Sma l &3tfC J; oT#£>*i£&£^#r#£, PBE2113GUS ©Xbal/Smal fgf£ 

[0 0 4 2] 

#£n&/M^y-^#-pBE2n3M8GUS£7^n/1^y 
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[0 0 4 3] 

^^JCg§b^ag^<D^0^?:=r-K1-Stm?l!f^tlS D MSH cDNA £35 
& £> • £ ftf^l s r # «jfg H o „ 
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[0 04 4] 

near*] 

SEQUENCE LISTING 

<110> Sun tory Limited 

<1 1 0> Nippon Paper Industries 

<1 2 0> Homeobox gene coding for protein participating in different! 
at ion 

<130> 993777 

<1 6 0> 8 

<2 1 0> 1 

<2 11> 1214 

< 2 1 2 > DNA 

<2 1 3> Arabidopsis thaliana 

< 2 2 1 > CDS 

<2 2 2> (3 6) ... (10 1 0) 

<2 2 3> Nucleotide sequence coding for protein participating in diff 

erentiation 

<4 0 0> 1 

ctttagctct cgattatcat cattacacca tcatc atg tec tec tea aac aaa 53 

Met Ser Ser Ser Asn Lys 
1 5 

aat tgg cca age atg ttc aaa tec aaa cct tgc aac aat aat cat cat 101 
Asn Trp Pro Ser Met Phe Lys Ser Lys Pro Cys Asn Asn Asn His His 

10 15 20 

cat caa cat gaa ate gat act cca tct tac atg cac tac tct aat tgc 149 
His Gin His Glu lie Asp Thr Pro Ser Tyr Met His Tyr Ser Asn Cys 
25 30 35 



ffiSE# 2000-3075927 



#¥1 1-207995 



aac eta tea tct tec ttt tec tea gat egg ata cca gat cct aaa ccg 197 
Asn Leu Ser Ser Ser Phe Ser Ser Asp Arg lie Pro Asp Pro Lys Pro 

40 45 50 

aga tgg aat cct aaa ccg gag cag att agg ata etc gaa tea ate ttc 245 
Arg Trp Asn Pro Lys Pro Glu Gin lie Arg He Leu Glu Ser He phe 
55 60 65 70 

aat tec ggt act att aac cca cct aga gag gag att caa aga ate egg 293 
Asn Ser Gly Thr He Asn Pro Pro Arg Glu Glu He Gin Arg He Arg 

75 80 85 

ate egg ctt caa gaa tat ggt caa ate ggt gac gca aac gtg ttt tac 341 
He Arg Leu Gin Glu Tyr Gly Gin lie Gly Asp Ala Asn Val Phe Tyr 

90 95 100 

tgg ttt caa aac egg aaa tct cga gca aaa cac aag ctt cgt gtt cat 389 
Trp Phe Gin Asn Arg Lys Ser Arg Ala Lys His Lys Leu Arg Val His 

105 110 115 

cac aaa age cct aaa atg tea aag aag gac aag acg gtt att cct agt 437 
His Lys Ser Pro Lys Met Ser Lys Lys Asp Lys Thr Val He Pro Ser 

120 125 130 

act gac get gat cat tgt ttt ggt ttt gtt aac caa gaa ace gga tta 485 
Thr Asp Ala Asp His Cys Phe Gly Phe Val Asn Gin Glu Thr Gly Leu 
135 140 145 150 

tat ccg gtt caa aac aat gag ttg gtg gta acc gaa ccg gee ggt ttt 533 
Tyr Pro Val Gin Asn Asn Glu Leu Val Val Thr Glu Pro Ala Gly Phe 

155 160 165 

eta ttt ccg gtt cat aat gat ccg age get get caa tea gcg ttt ggt 581 
Leu Phe Pro Val His Asn Asp Pro Ser Ala Ala Gin Ser Ala Phe Gly 
170 175 180 
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ttt ggc gat ttt gtt gta ccg gtg gta acg gaa gaa ggg atg gca ttc 629 
Phe Gly Asp Phe Val Val pro Val Val Thr Glu Glu Gly Met Ala phe 

185 190 195 

tct acc gtt aat aac ggc gtt aat ttg gag act aac gaa aat ttt gat 677 
Ser Thr Val Asn Asn Gly Val Asn Leu Glu Thr Asn Glu Asn Phe Asp 

200 205 210 

aaa att ccg gcg ate aat tta tac ggc gga gat gga aat ggc ggt gga 725 
Lys lie pro Ala He Asn Leu Tyr Gly Gly Asp Gly Asn Gly Gly Gly 
215 220 225 230 

aat tgt ttt cct cct ttg act gtt cca tta acc ate aat caa tct caa 773 
Asn Cys Phe Pro Pro Leu Thr Val Pro Leu Thr He Asn Gin Ser Gin 

235 240 245 

gaa aaa cga gat gta gga tta tec ggt ggt gaa gac gtc gga gat aat 821 
Glu Lys Arg Asp Val Gly Leu Ser Gly Gly Glu Asp Val Gly Asp Asn 

250 255 260 

gtt tat ccg gtg aga atg acg gtg ttt att aac gag atg cct ate gaa 869 
Val Tyr Pro Val Arg Met Thr Val Phe lie Asn Glu Met Pro He Glu 

265 270 275 

gta gtg tct gga tta ttc aac gtt aag gca get ttc gga aac gat gec 917 
Val Val Ser Gly Leu Phe Asn Val Lys Ala Ala Phe Gly Asn Asp Ala 

280 285 290 

gtt ttg ate aac teg ttt ggc cag cct att ctt aca gat gaa ttt ggt 965 
Val Leu He Asn Ser Phe Gly Gin Pro He Leu Thr Asp Glu Phe Gly 
295 300 305 310 

gtt act tat caa cct etc caa aat ggc gca ate tat tat ctt att 1010 
Val Thr Tyr Gin Pro Leu Gin Asn Gly Ala He Tyr Tyr Leu lie 
315 320 325 

tagaagatat tgaaaagcaa atgttatggt gctatggata aatattaata taataataaa 1070 
agatttctgc gatttattta gttattaatt agataagaat ttcatttctt atcttttaaa 1130 
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tttatgaaca atttacagga catttacatt ttcgagactt tgaaaaataa agaatgaaat 1190 
taagttaaaa aaaaaaaaaa aaaa 1214 
[0 0 4 5] 

<2 10> 2 
<2 1 1> 3 2 5 
<2 12> PRT 

<2 1 3> Arabidopsis thaliana 

<2 2 3> Amino acid sequence coding for protein participating in diff 
erentiation 

<4 0 0> 2 

Met Ser Ser Ser Asn Lys Asn Trp Pro Ser Met Phe Lys Ser Lys Pro 

15 10 15 

Cys Asn Asn Asn His Bis His Gin His Glu He Asp Thr Pro Ser Tyr 

20 25 30 

Met His Tyr Ser Asn Cys Asn Leu Ser Ser Ser Phe Ser Ser Asp Arg 

35 40 45 

He Pro Asp Pro Lys Pro Arg Trp Asn Pro Lys Pro Glu Gin He Arg 

50 55 60 

lie Leu Glu Ser He Phe Asn Ser Gly Thr lie Asn Pro Pro Arg Glu 
65 70 75 80 

Glu lie Gin Arg He Arg He Arg Leu Gin Glu Tyr Gly Gin He Gly 

85 90 95 

Asp Ala Asn Val Phe Tyr Trp Phe Gin Asn Arg Lys Ser Arg Ala Lys 

100 105 110 

His Lys Leu Arg Val His His Lys Ser Pro Lys Met Ser Lys Lys Asp 

115 120 125 

Lys Thr Val lie Pro Ser Thr Asp Ala Asp His Cys Phe Gly Phe Val 
130 135 140 
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Asn Gin Glu Thr Gly Leu Tyr Pro Val Gin Asn Asn Glu Leu Val Val 
145 150 155 160 

Thr Glu Pro Ala Gly Phe Leu Phe Pro Val His Asn Asp Pro Ser Ala 

165 170 175 

Ala Gin Ser Ala Phe Gly Phe Gly Asp Phe Val Val Pro Val Val Thr 

180 185 190 

Glu Glu Gly Met Ala Phe Ser Thr Val Asn Asn Gly Val Asn Leu Glu 

195 200 205 

Thr Asn Glu Asn Phe Asp Lys He Pro Ala He Asn Leu Tyr Gly Gly 

210 215 220 

Asp Gly Asn Gly Gly Gly Asn Cys Phe Pro Pro Leu Thr Val Pro Leu 
225 230 235 240 

Thr He Asn Gin Ser Gin Glu Lys krg Asp Val Gly Leu Ser Gly Gly 

245 250 255 

Glu Asp Val Gly Asp Asn Val Tyr Pro Val Atg Met Thr Val Phe lie 

260 265 270 

Asn Glu Met Pro He Glu Val Val Ser Gly Leu Phe Asn Val Lys Ala 

275 280 285 

Ala Phe Gly Asn Asp Ala Val Leu He Asn Ser Phe Gly Gin Pro He 

290 295 300 

Leu Thr Asp Glu Phe Gly Val Thr Tyr Gin Pro Leu Gin Asn Gly Ala 
305 310 315 320 

lie Tyr Tyr Leu He 
325 

[0 04 6] 

<2 1 0> 3 
<211> 1518 
< 2 1 2 > DNA 

<2 1 3> Arabidopsis thaliana 

2 1 ffifE#2 O O 0 - 3 O 7 5 9 2 7 
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< 2 2 1 > CDS 

<2 2 2> (1 5 2) ... (1 2 8 5) 

<2 2 3> Nucleotide sequence coding for protein participating in diff 
erentiation 

<4 0 0> 3 

tttttattta tctttccttt agccattctg ttccctgtct cttcctcctc tctttttgac 60 
acatcacatc atcatcacat catcattcaa catcaatcat catcatatgc atacacatac 120 
atctgtgttc tgcggatcga gttaattagt t atg get tct teg aat aga cac 172 

Met Ala Ser Ser Asn Arg His 
1 5 

tgg cca age atg ttc aag tec aaa cct cat ccc cat caa tgg caa cat 220 
Trp Pro Ser Net Phe Lys Ser Lys Pro His Pro His Gin Trp Gin His 

10 15 20 

gac ate aac tct cct etc ttg cct tct get tct cac cga tct tct cct 268 
Asp He Asn Ser Pro Leu Leu Pro Ser Ala Ser His Arg Ser Ser Pro 

25 30 35 

ttc tct tea gga tgt gaa gtg gag agg agt cca gag cca aaa cca aga 316 
Phe Ser Ser Gly Cys Glu Val Glu Arg Ser Pro Glu Pro Lys Pro Arg 
40 45 50 55 

tgg aat cca aag cca gag cag att egg ata ctt gaa gca ate ttt aac 364 
Trp Asn Pro Lys Pro Glu Gin lie Arg He Leu Glu Ala He Phe Asn 

60 65 70 

tec ggg atg gtg aat cct cca aga gag gag ate agg agg att agg get 412 
Ser Gly Met Val Asn Pro Pro Arg Glu Glu He Arg Arg He Arg Ala 

75 80 85 

cag ctt caa gaa tac ggc caa gtc ggt gat get aac gtc ttc tac tgg 460 
Gin Leu Gin Glu Tyr Gly Gin Val Gly Asp Ala Asn Val Phe Tyr Trp 
90 95 100 
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ttc caa aac cgt aag tec cgt agt aaa cac aaa etc cgc etc etc cac 508 
Phe Gin Asn Arg Lys Ser Arg Ser Lys His Lys Leu Arg Leu Leu His 

105 Ho U5 

aac cac tec aaa cac tct etc cct caa acg caa ccg cag ccg cag ccg 556 
Asn His Ser Lys His Ser Leu Pro Gin Thr Gin Pro Gin Pro Gin Pro 
120 125 130 135 

caa cct teg get tec tct tec tct tec tec tec tct tec tec tec aaa 604 
Gin Pro Ser Ala Ser Ser Ser Ser Ser Ser Ser Ser Ser Ser Ser Lys 

140 145 150 

tec ace aaa ccc cga aaa age aag aac aag aac aac act aat etc tct 652 
Ser Thr Lys Pro Arg Lys Ser Lys Asn Lys Asn Asn Thr Asn Leu Ser 

155 160 165 

ttg ggt ggt agt caa atg atg ggg atg ttt cca ccg gaa ccg gcg ttt 700 
Leu Gly Gly Ser Gin Met Met Gly Met Phe Pro Pro Glu Pro Ala Phe 

170 175 180 

etc ttc ccg gtc tec act gtc gga ggg ttt gaa ggt ate ace gtc tea 748 
Leu Phe Pro Val Ser Thr Val Gly Gly Phe Glu Gly He Thr Val Ser 

185 190 195 

tec caa tta ggg ttt etc tec ggt gat atg att gag caa caa aaa ccg 796 
Ser Gin Leu Gly Phe Leu Ser Gly Asp Met He Glu Gin Gin Lys Pro 
200 205 210 215 

get cca acg tgt acc gga etc ctg ctg agt gag ate atg aac ggt agt 844 
Ala Pro Thr Cys Thr Gly Leu Leu Leu Ser Glu He Met Asn Gly Ser 

220 225 230 

gtg agt tat gga act cat cat caa caa cac ttg agt gag aaa gaa gtt 892 
Val Ser Tyr Gly Thr His His Gin Gin His Leu Ser Glu Lys Glu Val 
235 240 245 
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gaa gaa atg agg atg aag atg ttg caa cag cca cag act cag att tgt 940 
Glu Glu Met Arg Met Lys Met Leu Gin Gin Pro Gin Thr Gin He Cys 

250 255 260 

tac get acc act aat cat caa ata get tct tac aac aac aac aac aac 988 
Tyr Ala Thr Thr Asn His Gin He Ala Ser Tyr Asn Asn Asn Asn Asn 

265 270 275 

aac aat aac ate atg ctt cat att cct ccc act act tct act gec acc 1036 
Asn Asn Asn He Met Leu His He Pro Pro Thr Thr Ser Thr Ala Thr 
280 285 290 295 

act att act act teg cat tct etc get act gtc cca tea act teg gac 1084 
Thr He Thr Thr Ser His Ser Leu Ala Thr Val Pro Ser Thr Ser Asp 

300 305 310 

cag ctt caa gtt caa gcg gac gca cga ata aga gtt ttc ate aat gaa 1132 
Gin Leu Gin Val Gin Ala Asp Ala Arg lie Arg Val Phe He Asn Glu 

315 320 325 

atg gag ctt gaa gtg age tea gga ccg ttc aat gtg agg gat gca ttt 1180 
Met Glu Leu Glu Val Ser Ser Gly Pro Phe Asn Val Arg Asp Ala Phe 

330 335 340 

ggg gaa gag gtt gtt ctg att aat tec gcg ggt cag ccc att gtc acc 1228 
Gly Glu Glu Val Val Leu He Asn Ser Ala Gly Gin Pro He Val Thr 

345 350 355 

gat gaa tat ggc gtc get ctt cac cct ctt caa cac gga gec teg tac 1276 
Asp Glu Tyr Gly Val Ala Leu His Pro Leu Gin His Gly Ala Ser Tyr 
360 365 370 375 

tat ctg ate tagtcgtgtg ggagatttga gtttgaagaa gaaattaaga 1325 
Tyr Leu lie 

cctgtctctt tctttcacca tetactegta cgtaggctta aatgttaaga ttttataaag 1S85 
tattggtttc agttacctgt tgtgacggtg tttatgtatg agtttcggac aacattcaca 1445 
aaactctctc gttaaattgt tgacctaata atatatgatg tgtgtttcat tattaaaaaa 1505 
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aaaaaaaaaa aaa 1518 

[0 0 4 7] 
<2 1 0> 4 
<2 1 1> 3 7 8 
< 2 1 2 > PRT 

<2 1 3> Arabidopsis thaliana 

<2 2 S> Amino acid sequence of protein participating in differential 
ion 

<4 0 0> 4 

Met Ala Ser Ser Asn Arg His Trp Pro Ser Met Phe Lys Ser Lys Pro 

1 5 10 15 

His Pro His Gin Trp Gin His Asp He Asn Ser Pro Leu Leu Pro Ser 

20 25 30 

Ala Ser His Arg Ser Ser Pro Phe Ser Ser Gly Cys Glu Val Glu Arg 

35 40 45 

Ser Pro Glu Pro Lys Pro Arg Trp Asn Pro Lys Pro Glu Gin He Arg 

50 55 60 

lie Leu Glu Ala He Phe Asn Ser Gly Met Val Asn Pro Pro Arg Glu 
65 70 75 80 

Glu He Arg Arg He Arg Ala Gin Leu Gin Glu Tyr Gly Gin Val Gly 

85 90 95 

Asp Ala Asn Val Phe Tyr Trp Phe Gin Asn Arg Lys Ser Arg Ser Lys 

100 105 110 

His Lys Leu Arg Leu Leu His Asn His Ser Lys His Ser Leu Pro Gin 

115 120 125 

Thr Gin Pro Gin Pro Gin Pro Gin Pro Ser Ala Ser Ser Ser Ser Ser 

130 135 140 

Ser Ser Ser Ser Ser Ser Lys Ser Thr Lys Pro Arg Lys Ser Lys Asn 
145 150 155 160 
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Lys Asn Asn Thr Asn Leu Ser Leu Gly Gly Ser Gin Met Met Gly Met 

165 170 175 

Phe Pro Pro Glu Pro Ala Phe Leu Phe pro Val Ser Thr Val Gly Gly 

180 185 190 

Phe Glu Gly He Thr Val Ser Ser Gin Leu Gly Phe Leu Ser Gly Asp 

195 200 205 

Met He Glu Gin Gin Lys Pro Ala Pro Thr Cys Thr Gly Leu Leu Leu 

210 215 220 

Ser Glu He Met Asn Gly Ser Val Ser Tyr Gly Thr His His Gin Gin 
225 230 235 240 

His Leu Ser Glu Lys Glu Val Glu Glu Met Arg Met Lys Met Leu Gin 

245 250 255 

Gin Pro Gin Thr Gin lie Cys Tyr Ala Thr Thr Asn His Gin lie Ala 

260 265 270 

Ser Tyr Asn Asn Asn Asn Asn Asn Asn Asn He Met Leu His lie Pro 

275 280 285 

Pro Thr Thr Ser Thr Ala Thr Thr lie Thr Thr Ser His Ser Leu Ala 

290 295 300 

Thr Val Pro Ser Thr Ser Asp Gin Leu Gin Val Gin Ala Asp Ala Arg 
305 310 315 320 

He Arg Val Phe He Asn Glu Met Glu Leu Glu Val Ser Ser Gly Pro 

325 330 335 

Phe Asn Val Arg Asp Ala Phe Gly Glu Glu Val Val Leu He Asn Ser 

340 345 350 

Ala Gly Gin Pro He Val Thr Asp Glu Tyr Gly Val Ala Leu His Pro 

355 360 365 

Leu Gin His Gly Ala Ser Tyr Tyr Leu He 
370 375 
[0 0 4 8] 
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<2 1 0> 5 
<2 1 1 > 2 7 

< 2 1 2 > DNA 

<2 1 3> Artificial Sequence 

<2 2 0> 

<2 2 1> 

<2 2 2> 

<2 2 3> Primer 

<4 0 0> 5 

gaagatctca tcatgtcctc ctcaaac 

[0 04 9] 
<2 1 0> 6 
<2 1 1> 3 0 

< 2 1 2 > DNA 

<2 1 3> Artificial Sequence 

<2 2 0> 

<2 2 1> 

<2 2 2> 

<2 2 3> Primer 

<4 0 0> 6 

cggagctcta aataagataa tagattgcgc 

[0 0 5 0] 
<2 1 0> 7 
<2 1 1> 3 2 

< 2 1 2 > DNA 

<2 1 3> Artificial Sequence 

<2 2 0> 
<2 2 1> 
<2 2 2> 
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<2 2 3> Primer 
<4 0 0> 7 

gctctagaac aatggcttct tcgaatagac ac 

[0 0 5 1] 
<2 1 0> 8 
<2 1 1> 32 
< 2 1 2 > DNA 

<2 1 3> Artificial Sequence 

<2 2 0> 

<2 2 1 > 

<2 2 2> 

<2 2 3 > Primer 

<4 0 0> 8 

tcccccgggc tgatcagata gtacgaggct cc 
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